. Genome atlas of the complete genome of NGBS357 (ST1). Depicted data from innermost to outermost circles represent genome size in Mbp (circle 1), percent G+C content (Circle 2), GC skew, where (G-C)/(G+C) is averaged over a moving window of 10,000 bp, with excess C shown in green and purple, respectively (circle 3). Circle 4 shows annotated coding sequences (CDSs) on the forward strand (dark blue), while circle 5 shows reverse-strand encoded CDSs (light blue). Reference landmarks (circle 6): mobile genetic elements, black; RNA, green; MLST genes, light blue; bibA (hvgA homologue) and other genes of interest, orange. 
